Background: The onset and progression of breast cancer (BC) is influenced by many factors, including the single nucleotide polymorphism (SNP) rs13281615 at 8q24. However, studies of the potential association between rs13281615 at 8q24 and risk of BC have given inconsistent results. We performed a meta-analysis to address this controversy.
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Introduction
Breast cancer (BC) is one of the most prevalent invasive cancers and the second leading global cause of cancer-related deaths among women [1] . Global BC incidence has been increasing by more than one million new cases annually [2] . Incidence is significantly higher in developed countries than in developing ones; in fact, it was the first malignant disease to pose a significant threat to women [3, 4] . Despite the frequency and severity of BC, the pathogenesis and progression of BC are still not fully understood.
Many researchers have concluded that BC is the cumulative result of multiple environmental factors and genetic alterations [5] . Epidemiological studies have suggested that estrogen stimulation [6] , high birth weight [7] , obesity [8] and family history of BC [9, 10] may be associated with increased risk of BC in postmenopausal women. However, only some patients with family history of BC develop malignancy; most cases of BC are sporadic.
Therefore, genetic polymorphism may contribute to the development of BC. This is supported by numerous meta-analyses that have found certain genetic polymorphisms to correlate strongly with susceptibility to BC [11] [12] [13] . High-penetrance breast cancer susceptibility genes, such as BRCA1 and BRCA2, have low mutation rates and therefore explain only a small fraction of breast cancers in the general population [14] . This suggests the need to identify additional polymorphisms linked to risk of BC.
Two large-scale genome-wide association studies identified several common polymorphisms that may be linked to susceptibility to BC [15, 16] , including single nucleotide polymorphisms (SNPs) at rs 13281615. Located in the non-coding chromosomal region 8q24, the function of rs 13281615 is unclear. The locus lies near the myelocytomatosis oncogene (MYC) at 8q24.12-24.13, which can promote cell proliferation, differentiation and transformation. It plays an important role in the development of many types of cancer, including BC [17] . Sole and coworkers [18] proposed that variations in putative cis-regulators of transcription in 8q24 can significantly alter germline c-MYC expression levels and thereby contribute to cancer susceptibility.
Ever since three studies [15, 19, 20] reported associations between the 8q24 rs13281615 SNP and various cancers, including BC, numerous epidemiological studies have evaluated the association between rs13281615 at 8q24 and BC and have generated sometimes inconsistent results. To provide a clearer picture of the effects of this SNP on risk of BC, a meta-analysis was performed.
Materials and Methods

Publication Search Strategy
PubMed, EMBASE and the Chinese National Knowledge Infrastructure (CNKI) databases were searched through December 2012 for case-control studies about 8q24 rs13281615 SNP and BC risk. The following search terms were used: ''8q24,'' ''rs13281615,'' ''SNP,'' ''single nucleotide polymorphism,'' ''polymorphism,'' ''mutation,'' ''variant,'' ''BC,'' ''breast neoplasm'' and ''breast cancer.'' Reference lists in each identified article were also searched manually to identify additional eligible studies.
Inclusion Criteria
To be included in the meta-analysis, studies had to (1) assess the association between the 8q24 rs13281615 SNP and risk of BC occurrence, (2) use a case-control design and (3) provide sufficient data for estimating odds ratios (ORs) with 95% confidence intervals (CIs). In the case of multiple studies by the same researchers involving the same or overlapping data sets, we selected the most recent study with the largest number of participants.
Data Extraction
Two curators (W-FG and J-HZ) independently extracted information from included studies. Disagreement was resolved by discussion between the two authors. The following data were extracted: first author's family name, year of publication, country of origin, source of controls, total numbers of cases and controls, Hardy-Weinberg equilibrium (HWE) of controls and the frequency of rs13281615 genotypes at 8q24 in cases and controls.
Statistical Methods
All statistical tests were performed using Review Manager 5.1.4 software. The strength of association between the 8q24 rs13281615 SNP and BC risk was assessed by calculating ORs with 95% CIs based on the genotype frequencies in cases and controls. Subgroup analysis was performed based on ethnicity, categorized as Chinese or mixed (predominantly Caucasian).
The significance of pooled ORs was determined using the Ztest, with P,0.05 defined as the significance threshold. Metaanalysis was conducted using the random-effects model, except when P.0.10 for the Q-test, indicating lack of heterogeneity among studies; in this case, the fixed-effects model was used. Publication bias was assessed by visual inspection of Begg's funnel plots. HWE in the control group was assessed using the asymptotic test, with P,0.05 considered significant.
Results
Description of Studies
Database searches through December 2012 revealed 512 potentially relevant publications about rs13281615 at 8q24 and risk of BC ( Figure 1 ). Screening titles and abstracts led to exclusion of 494 articles because they were laboratory studies or review articles, they examined other 8q24 polymorphisms, or they were irrelevant to the current study. This left 18 articles, which were read in full. In the end, 14 articles were found to satisfy the inclusion criteria and were included in the meta-analysis [21] [22] [23] [24] [25] [26] [27] [28] [29] [30] [31] [32] [33] [34] . These articles involved a total of 44,283 cases and 55,756 controls, of which 5,170 cases and 5,589 controls were Chinese [25] [26] [27] 32] , and the remaining 39,113 cases and 50,167 controls were of mixed ethnicity (.95% Caucasian) [21] [22] [23] [24] [28] [29] [30] [31] 33, 34] . In one study [22] , 95.6% of cases and 96.7% of controls were European, while 4.4% of cases and 3.3% of controls were Asian. The distribution of rs13281615 genotypes at 8q24 in the controls was consistent with HWE (P.0.05) in all but three studies [24, 28, 29] . Table 1 shows principal characteristics of the included studies. Table 2 shows the association between the 8q24 rs13281615 SNP and BC risk. The heterogeneity of 8q24 rs13281615 A/G allelic contrast, homozygote comparison, and dominant and recessive genetic models was analyzed for all 14 studies. Random-effects models were used to meta-analyze the entire population and the mixed population. The fixed-effects model was used to meta-analyze the Chinese population.
Test of Heterogeneity
Quantitative Data Synthesis Table 2 shows the summary ORs relating the 8q24 rs13281615 SNP to BC risk based on 44,283 cases and 55,756 controls in all 14 studies. We observed an association between rs13281615 genotype at 8q24 and BC risk in the total population, the mixed population and the Chinese population.
Total population. When the dominant genetic comparison model was applied to genotype data for the total population, individuals with the AA genotype of rs13281615 at 8q24 were found to have lower BC risk than individuals with other genotypes based on the random-effects model (OR 0.89, 95% CI 0.84-0.93, P,0.001; I 2 = 51%) ( Figure S1 ). In the recessive comparison model, participants with a GG genotype had a higher risk of BC (OR 1.13, 95% CI 1.08-1.19, P,0.001; I 2 = 42%) ( Figure S2 ). In the homozygote comparison model, the GG genotype was also associated with higher risk of BC, with a pooled OR of 1.20 (95% CI 1.12-1.29, P,0.001; I 2 = 56%) ( Figure S3 ). Most important, by allelic comparison, G-allele genotypes of rs13281615 at 8q24 were associated with higher risk of BC, with a pooled OR of 1.10 (95% CI 1.06-1.14, P,0.001; I 2 = 67%) ( Figure 2 ). Mixed population. After stratifying the data by ethnicity and applying the recessive comparison model to the mixed population, we found the GG genotype to be associated with higher risk of BC (OR 1.15, 95% CI 1.07-1.22, P,0.001, I 2 = 58%). In the homozygote comparison model, the GG genotype was associated with higher risk of BC (OR 1.22, 95% CI 1.12-1.33, P,0.001, I 2 = 69%). In the dominant genetic comparison model, the AA genotype was associated with lower risk of BC (OR 0.88, 95% CI 0.83-0.94, P,0.001, I 2 = 65%). By allelic comparison, the G-allele was also associated with lower risk of BC (OR 1.11, 95% CI 1.06-1.17, P,0.001, I 2 = 75%). Chinese population. Analysis of the Chinese population in four studies [25] [26] [27] 32] revealed that the GG genotype was associated with higher risk of BC based on the fixed-effects model (GG vs. AA, OR 1.17, 95% CI 1.05-1.30, P = 0.005, I 2 = 0%; GG vs. AG+AA, OR 1.10, 95% CI 1.01-1.20, P = 0.03, I 2 = 0%; Gallele vs. A-allele, OR 1.07, 95% CI 1.02-1.13, P = 0.01, I 2 = 0%). The AA genotype was associated with lower risk of BC based on the random-effects model (AA vs. AG+GG, OR 0.90, 95% CI 0.82-0.98, P = 0.02, I 2 = 0%).
Sensitivity Analysis
Sensitivity analysis was carried out by excluding one study with large heterogeneity [24] or another study with a large weight [22] . In neither case were the pooled ORs significantly affected (data not shown), implying that our results based on all 14 studies were robust. Sensitivity analysis was done by using the random-effect model or the fixed-effect model. Results were not altered (Table  S1 ).
Publication Bias
Begg's funnel plots were calculated to assess publication bias for reported comparisons of 8q24 rs13281615 SNP and risk of BC. The shape of the funnel plot seemed asymmetrical for GG vs. AG+AA, AA vs. AG+AA, GG vs. AA, and G-allele vs. A-allele, suggesting the presence of publication bias ( Figure S4 ). 
Discussion
As with other malignancies, the pathogenesis of BC involves environmental factors, molecular signaling pathways and host genetic factors. Genome-wide association studies conducted since 2007 have identified several genetic loci associated with susceptibility to BC. Some studies have reported an association between 8q24 rs13281615 SNP and BC risk, while others have found no such association. The most likely reason for the inconsistencies among these studies is that they involve relatively small samples. To conduct association studies with larger numbers of participants, we conducted a meta-analysis of published studies. Our results for the total population suggest increased BC risk for subjects carrying the G-allele of rs13281615 at 8q24.
Subgroup analysis by ethnicity allowed us to look for potential ethnic differences in the association. In the Chinese population, the G-allele was associated with increased risk of BC based on allelic contrast, recessive contrast and homozygote comparison. Similarly, for the mixed population (.95% Caucasian), the Gallele was also associated with increased risk of BC. In both the Chinese and mixed populations, the AA genotype of rs13281615 was associated with lower risk of BC. Sensitivity analysis did not alter these results.
Several studies included in the meta-analysis demonstrate that rs13281615 polymorphisms can interact with environmental factors to modulate BC risk [23] [24] [25] [26] [27] 29, 32, 34] . In fact, rs13281615 polymorphisms were not found to interact with BRCA1 or BRCA2 in BC risk, though only one study [30] examined the possibility of such genetic interactions. These results indicate that the etiology of BC is complex and involves host and environmental factors that may interact synergistically. Indeed, growing epidemiologic evidence suggests that different types of BC have different risk factor profiles and may therefore occur via different pathways.
Incidence of BC and associated mortality differ widely across ethnicities [35] . Caucasians ancestry increases the risk of BC [36] . Incidence of BC among women in most North American and European countries is more than triple that in Asian countries [37] . After analyzing various genetic loci in BC patients in Europe, North America, Australia and Southeast Asia, Easton et al. [15] also suggested that the frequency of the G-allele of rs13281615 at 8q24 was significantly higher among Caucasians than among other populations. Our meta-analysis gave similar results: the Gallele of rs13281615 at 8q24 was a risk factor for BC in the mixed population (.95% Caucasian). At the same time, the G-allele was a risk factor in the Chinese population, which surprisingly showed a higher frequency of the G-allele than did the mixed population. This discrepancy from the work of Easton et al. [15] may reflect the complex multifactorial etiology of BC.
There are several limitations in this meta-analysis. First, the controls were not uniformly defined. Although all controls were healthy populations, it is possible that some of them were community-based, while others were hospital-based. The P value of HWE of three included studies [24, 28, 29] was less than 0.05 ( Table 1 ), suggesting that these study populations were not representative of the broader target population. Second, BC onset and progression are affected by multiple factors, but because of lacking of detailed data, we were unable to conduct stratified analyses based on possible confounders such as age, hormone level, or age at menarche and menopause. Therefore our data may have lacked sufficient statistical power to detect certain associations. Third, again because of a lack of detailed data, we could not examine interactions between the 8q24 rs13281615 SNP and environmental factors or genes known to affect risk of BC. Many gene polymorphisms are associated with risk of BC, and it may be that any single SNP such as rs13281615 at 8q24 is insufficient to cause BC on its own. Our meta-analysis suggests that the 8q24 rs13281615 SNP affects risk of developing BC: the G-allele increases susceptibility to BC, while the A-allele protects against it. These findings add BC to the list of diseases for which the 8q24 rs13281615 SNP has been implicated as a susceptibility factor, together with prostate cancer [19] and colorectal cancer [11] . Further detailed investigation involving large, multiethnic samples is needed to clarify the role of this SNP in BC, as well as explore gene-gene and geneenvironment interactions that may mediate the association between rs13281615 and BC risk.
This meta-analysis is guided by the PRISMA statement (Checklist S1). 
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